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according to the ﬂuorescence threshold, quality of an
individual specimen type were evaluated based on the
RNase P Ct value.
Result: Overall 86 patients suspected Inﬂuenza A (H1N1)
infection were included in the study between 1st January
and 30th May 2010. Specimens analyzed included 31
specimens (36.0%) from NPS, 28 specimens (32.6%) from
NS, 20 specimens (23.3%) from TS, and 7 specimens
(8.1%) from TA. The mean Ct value of RNase P in four
specimen types were 25.4±3.19, 24.6±3.15, 26.3±3.01,
and 22.2±2.19 from NPS, NS, TS, and TA respectively. Among
those specimens, TA was shown to be the most appropriate
specimen for Inﬂuenza A (H1N1) detection as it contained
the most highest amount of cells (with low RNase P Ct value)
and the difference was statistically signiﬁcant (p < 0.05) as
compared with other types of specimens, followed in order
by NS, NPS, and TS specimens.
Conclusion: Based on the RNase P Ct value, we concluded
that TA is the most appropriate specimen type for Inﬂuenza A
(H1N1) detection as it contains a sufﬁcient amount of human
cellular material, followed in order by NS, NPS, and TS
specimens.
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Background: Increasing evidence indicates that microRNAs
(miRNAs) play a critical role in a wide spectrum of biological
processes and have been shown to be important effectors in
the intricate host-pathogen interaction networks. The aim
of the study was to investigate the expression pattern and
function of miRNAs in peripheral blood mononuclear cells
(PBMCs) from critically ill patients infected with inﬂuenza A
(H1N1) virus.
Methods: The expression proﬁle of miRNAs in PBMC cells
from ﬁve critically ill patients and three healthy individuals
was determined by microarray assay. Then miR-31, miR-
148a, miR-150 were validated by qRT-PCR analysis in larger
number samples obtained from PBMCs of 11 critically ill
patients with H1N1 infection and 13 healthy controls.
Bioinformatics tools were used for miRNA target predictions
and pathway analysis.
Results: MiRNA expression proﬁle and qRT-PCR analysis
revealed that miR-148a expression was signiﬁcantly
upregulated while miR-31 and miR-150 were downregulated
in PBMC cells of critically ill patients with H1N1 infection.
Functional enrichment analysis and pathway analysis for
miR-148a putative target genes revealed Wnt and TGF-beta
signaling pathway were over-represented.
Conclusion: We have detected increased miR-148a and
decreased miR-31 and miR-150 in PBMC cells from
critically ill patients infected with H1N1 inﬂuenza. Further
understanding of the roles for these miRNAs in inﬂuenza
virus infection will provide new insight into the host
pathogen interactions.
OL-055 Evaluation of SYBR Green I and TaqMan
real-time PCR chemistries for speciﬁc detection
of inﬂuenza A viruses
B. Kumar1 *, P. Kumar1, R. Rajput1, M.K. Daga2, M. Khanna1.
1Department of Respiratory Virology, Vallabhbhai
Patel Chest Institute, University of Delhi, Delhi, India,
2Department of Medicine, Maulana Azad Medical College
and Lok Nayak Hospital, New Delhi, India
Background: The recent outbreak of novel inﬂuenza A
(H1N1 2009) virus and its rapid spread worldwide has proved
its ability to cause severe infection, raising serious concern
about the pandemic preparedness.
Objectives: We evaluated the sensitivity and speciﬁcity
of two chemistries of real-time RT-PCR (with the use of
ﬂuorescent SYBR Green I dye and speciﬁc TaqMan probe) for
detection of the Matrix gene of human inﬂuenza A viruses.
Methods: Inﬂuenza A viral strains (A/PR/8/34-H1N1,
A/Delhi/1/2009-H1N1 and A/Udorn/307/72-H3N2) were
used to perform the calibration curve analysis. The different
dilutions of the virus were subjected to real-time RT-PCR
analysis by both the chemistries and their sensitivity and
speciﬁcity was compared. We also validated the diagnostic
accuracy of both the PCR formats on 110 clinical specimens
from patients presenting with inﬂuenza-like-illness between
the periods August 2010 to September 2010.
Results: Our results suggest that the TaqMan chemistry has
better sensitivity as compared to the SYBR Green I with an
average difference of 2 Ct values however it was observed
that the SYBR Green I assay was simpler, economical and
readily available.
Conclusion: Although the speciﬁcity of SYBR Green I real-
time PCR assay was beaten due to its non speciﬁc nucleic
acid binding activity, yet it can be a better alternative
to the TaqMan assay as a preparedness measure for any
future outbreak management. The SYBR Green I mode
requires two conserved regions for primer binding, whereas
the TaqMan approach requires three conserved regions in
the targeted sequences for primer and probe binding,
respectively. Therefore, in principle, the SYBR Green I mode
is more appropriate also for detection of a highly variable
sequence, such as that of the HA gene of inﬂuenza viruses.
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Objective: To investigate the clinical characteristics and
myocardial damage of the novel inﬂuenza A (H1N1) cases in
Xinjiang.
Methods: We retrospectively analyses the clinic data from
inﬂuenza A cases from August 2009 to January 2010 in
Xinjiang region.
Results: There were 164 cases with mild type and 94 cases
with severe type in 258 cases of inﬂuenza A, which were
same as respiratory infection. 22 cases were died from
respiratory complicationsuch as respiratory failure, heart
failure and MOF among 94 severe type cases who had
more chronic diseases or pregnancy. We founded that
severe cases had more risk factors, ECG, cardiac enzyme
abnormalities and other biochemical such as AST, CK, CK-
MB, hydroxybutyrate dehydrogenase and ADH abnormalities
than mild cases had (p < 0.005). the CD4 cell count were
signiﬁcantly lower in severe cases than that in mild cases
(p < 0.005).
